Abstract : The 12 cultivars of the Jeju native Citrus are considered to have originated from China. However, the origin of the cultivar 'Byungkyool' (Citrus platymamma Hort. ex Tanaka) is not clearly known. We performed PCR analysis by using three primer sets designed from the internal transcribed spacer (ITS) region of nuclear ribosomal DNA (nrDNA) to analyze the phylogenetic relationship between the traditional citrus cultivars and the Byungkyool cultivar. Sequence length of the nrDNA ITS1 region of JNCPCRI (Jeju Native Citrus platymamma Citrus Research Institute) cultivar was 247 bp, 8the ITS2 region was 228 bp and the total ITS region (ITS1-5.8S-ITS2) was 638 bp. Analysis of the genetic relationship based on the sequence analysis at the ITS region of the JNCPCRI cultivar revealed that the ITS1 region of the cultivar was genetically the same as that of the Byungkyool (JQ990189) cultivar, and the ITS2 region was genetically similar to the Binkyool (JQ990180), Hongkyool (JQ990178), Dangyooja (JQ990179), and Pyunkyool (JQ990181) cultivars. Moreover, the total ITS region in the 5.8S rDNA region was genetically similar to the Hongkyool (JQ990178) cultivar. In addition, the total ITS region of the JNCPCRI cultivar was the most closely related to the Cheongkyool (JQ990183) cultivar and has been reported to originate from the Binkyool (JQ990180) and Pyunkyool (JQ990181) cultivars. Although the JNCPCRI cultivar was morphologically the same as the Byungkyool (JQ990189) cultivar, the ITS region showed genetic heterogeneity. Taken together, we conclude that the genetic variation in the ITS region of JNCPCRI cultivar suggests that it was propagated through fertilization with the surrounding citrus cultivars.
ribosomal RNA gene regions were expressed by double arrow. ITS1F1, ITS1R1, ITS2F2 and ITS2R2 primers site were described by block box. B: JNCPCRI cultivar used in this study is 'Byungkyool' (C. platymamma Hort. ex Tanaka) harvested in Citrus Research Institute. ITS1 and ITS2 spacer region was underlined and ITS2 region was represented by the bold underline. 18S, 5.8 and 28S rDNA regions were expressed by double arrow. Analyses were conducted using the Kimura 2-parameter model. The analysis involved 12 nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. All positions containing gaps and missing data were eliminated. There were a total of 236 positions in the final dataset. Evolutionary analyses were conducted in MEGA 5. (Table 4) . 즉 JNCPCRI 병귤 품종의 염기서열은 이 4품종의
염기서열과 비슷하며 유전적으로 유사하다는 것이 확인되었다 (Table 4) Analyses were conducted using the Kimura 2-parameter model. The analysis involved 12 nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. All positions containing gaps and missing data were eliminated. There were a total of 624 positions in the final dataset. Evolutionary analyses were conducted in MEGA 5. 
